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WHAT IS CLAIMED IS: 

1 . An isolated polynucleotide comprising a nucleotide sequence selected from the group 
consisting of SEQ ID NO: 1-1350, a mature protein coding portion of SEQ ID NO: 1-1350, an 
active domain of SEQ ID NO: 1-1350, and complementary sequences thereof. 

2. An isolated polynucleotide encoding a polypeptide with biological activity, wherein said 
polynucleotide hybridizes to the polynucleotide of claim 1 under stringent hybridization 
conditions. 

3. An isolated polynucleotide encoding a polypeptide with biological activity, wherein said 
polynucleotide has greater than about 90% sequence identity with the polynucleotide of claim 1. 

4. The polynucleotide of claim 1 wherein said polynucleotide is DNA. 

5. An isolated polynucleotide of claim 1 wherein said polynucleotide comprises the 
complementary sequences. 

6. A vector comprising the polynucleotide of claim 1 . 

7. An expression vector comprising the polynucleotide of claim 1 . 

8. A host cell genetically engineered to comprise the polynucleotide of claim 1. 

9. A host cell genetically engineered to comprise the polynucleotide of claim 1 operatively 
associated with a regulatory sequence that modulates expression of the polynucleotide in the host 
cell. 

10. An isolated polypeptide, wherein the polypeptide is selected from the group consisting of: 

(a) a polypeptide encoded by any one of the polynucleotides of claim 1 ; and 

(b) a polypeptide encoded by a polynucleotide hybridizing under stringent conditions 
with any one of SEQ ID NO: 1-1350. 

11. A composition comprising the polypeptide of claim 1 0 and a carrier. 

12. An antibody directed against the polypeptide of claim 10. 
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13. A method for detecting the polynucleotide of claim 1 in a sample, comprising: 

a) contacting the sample with a compound that binds to and forms a complex 
with the polynucleotide of claim 1 for a period sufficient to form the complex; and 

b) detecting the complex, so that if a complex is detected, the polynucleotide 
of claim 1 is detected, 

14. A method for detecting the polynucleotide of claim 1 in a sample, comprising: 

a) contacting the sample voider stringent hybridization conditions with 
nucleic acid primers that anneal to the polynucleotide of claim 1 under such conditions; 

b) amplifying a product comprising at least a portion of the polynucleotide of 

claim 1 ; and 

c) detecting said product and thereby the polynucleotide of claim 1 in the 

sample. 

15. The method of claim 14, wherein the polynucleotide is an RNA molecule and the method 
further comprises reverse transcribing an annealed RNA molecule into a cDNA polynucleotide. 

16. A method for detecting the polypeptide of claim 1 0 in a sample, comprising: 

a) contacting the sample with a compound that binds to and forms a complex 
with the polypeptide under conditions and for a period sufficient to form the complex; and 

b) detecting fopnation of the complex, so that if a complex formation is 
detected, the polypeptide of claim 1 0 is detected. 

17. A method for identifying a compound that binds to the polypeptide of claim 1 0, 
comprising: 

a) contacting the compound with the polypeptide of claim 1 0 under 
conditions sufficient to form a polypeptide/compound complex; and 

b) detecting the complex, so that if the polypeptide/compound complex is 
detected, a compound that binds to the polypeptide of claim 10 is identified. 

18. A method for identifying a compound that binds to the polypeptide of claim 1 0, 
comprising: 
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a) contacting the compound with the polypeptide of claim 10, in a cell, under 
conditions sufficient to form a polypeptide/compound complex, wherein the complex drives 
expression of a reporter gene sequence in the cell; and 

b) detecting the complex by detecting reporter gene sequence expression, so 
that if the polypeptide/compound complex is detected, a compound that binds to the polypeptide 
of claim 10 is identified. 

19. A method of producing the polypeptide of claim 10, comprising, 

a) culturing a host cell comprising a polynucleotide sequence selected from 
the group consisting of a polynucleotide sequence of SEQ ID NO: 1-1350, a mature protein 
coding portion of SEQ ID NO: 1-1350, an active domain of SEQ ID NO: 1-1350, 
complementary sequences thereof and a polynucleotide sequence hybridizing under stringent 
conditions to SEQ ED NO: 1,-1350, under conditions sufficient to express the polypeptide in said 
cell; and 

b) isolating the polypeptide from the cell culture or cells of step (a). 

20. An isolated polypeptide comprising an amino acid sequence selected from the group 
consisting of SEQ ID NO: 1351-2700, the mature protein portion thereof, or the active domain 
thereof. 

21 . The polypeptide of claim 20 wherein the polypeptide is provided on a polypeptide array. 

22. A collection of polynucleotides, wherein the collection comprises the sequence 
information of at least one of SEQ ID NO: 1-1350. 

23. The collection of claim 22, wherein the collection is provided on a nucleic acid array. 

24. The collection of claim 23, wherein the array detects full-matches to any one of the 
polynucleotides in the collection. 

25. The collection of claim 23, wherein the array detects mismatches to any one of the 
polynucleotides in the collection. 

26. The collection of claim 22, wherein the collection is provided in a computer-readable 
format 
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27. A method of treatment comprising administering to a mammalian subject in need thereof 
a therapeutic amount of a composition comprising a polypeptide of claim 10 or 20 and a 
pharmaceutically acceptable carrier. 

28. A method of treatment comprising administering to a mammalian subject in need thereof 
a therapeutic amount of a composition comprising an antibody that specifically binds to a 
polypeptide of claim 10 or 20 and a pharmaceutically acceptable carrier. 



338 



ti ' 



WO 01/57188 PCT/US01/03800 



SEQ 
NO: 


Accession 
No. 


Species 


Description 


Smith- 
Waterman 
Score 


% 

Identity 


661 


G03789 


Homo sapiens 


Human secreted protein, SEQ ID NO: 7870. 


168 


68 


662 


Y53886 


Homo sapiens 


A suppressor of cytokine signalling protein 
designated HSCOP-6. 


375 


43 


663 


W75771 


Homo sapiens 


Human GTP binding protein APD08. 


629 


100 


664 


AL096770 


Homo sapiens 

* 


bA150A6-2 (novel 7 transmembrane receptor 
(rhodopsin family) (olfactory receptor like) 
protein (hs6Ml-21)) 


480 


55 


665 


AB037734 


Homo sapiens 


KIAA13 13 protein 


978 


96 


666 


W82841 


Homo sapiens 


Human cerebral protein-1. 


192 


84 


667 


W82841 


Homo sapiens 
* 


Human cerebral protein- 1. 


182 


87 


668 


AB030184 


Mus 

musculus 


contains transmembrane (TM) region and ATP 
binding region 


757 


68 


669 


AB032919 


Hylobates 
muelleri 


dopamine receptor D4 


85 


37 


670 


AF 107295 


Rattus 
norvegicus 


outer membrane protein 


746 


81 


671 


Z33642 


Homo sapiens 


leukocyte surface protein 


394 


93 


672 


W85608 


Homo sapiens 


Secreted protein clone du410_5. 


261 


91 


673 


G03203 


Homo sapiens 


Human secreted protein, SEQ ID NO: 7284. 


106 


48 


674 


AL035587 


Homo saoiens 


dJ475N16.4(KIAA0240) . 


2388 


99 


675 


Y59668 


Homo sapiens 


Secreted protein 108-005-5-0-C1-FL. 


1134 


53 


676 


G03797 


Homo saoiens 


Human secreted protein, SEO ID NO: 7878, 


174 


74 


677 


AF026954 


Bos taurus 


Dvruvate dehydrogenase phosphatase regulatory 
subunit precursor; PDPr 


1013 


95 


678 


LI 1625 


Mus 

musculus 


receptor protein-tyrosine kinase 


545 


96 


679 


AL031427 


Homo sapiens 


dJ167A19.3 (novel protein) 


745 


100 


680 


ATI 33430 


musculus 


olfactorv receotor 


528 


77 


681 


G02532 


Homo saoiens 


Human secreted protein, SEQ ID NO: 6613. 


179 


70 


682 


G03789 


Homo saoiens 


Human secreted protein, SEQ ID NO: 7870. 


336 


76 


683 


Y94943 


Homo sapiens 


Human secreted protein clone ytl4_l protein 
sequence SEO ID NO:92. 


118 


100 


684 


U43360 


Peromyscus 
maniculatus 


reverse transcriptase 


100 


37 


685 


G00885 


Homo sapiens 


Human secreted protein, SEQ ID NO: 4966. 


162 


60 


686 


AK001518 


Homo saoiens 


unnamed orotein product 


590 


100 


687 


G01982 


Homo sapiens 


Human secreted protein, SEQ ID NO: 6063. 


718 


100 


VJOO 


Y92241 


T-frrtnn <tarnfet*<i 

xxv/ikiw rayivuo 


Human cancer associated anti&en precursor 
• (MO-REN-46). 


2405 


99 


689 

\mM 


AC024792 


Caenorhabditi 
s elegans 


contains similarity to TR:P78316 


423 


36 


690 


Y27868 


Homo sapiens 


Human secreted protein encoded by gene No. 
107. 


183 


81 


691 


Y56514 


Homo sapiens 


Human Jurkat cell clone P2-15 AIM10 longest 
ORF protein sequence. 


180 


88 


692 


Y27795 


Homo sapiens 


Human secreted protein encoded by gene No. 79. 


1539 


99 


693 


Y36268 


Homo sapiens 


Human secreted protein encoded by gene 45. 


428 


98 


694 


U12465 


Homo sapiens 


ribosomal protein L3S 


308 


89 


695 


Y45272 


Homo sapiens 


Human secreted protein encoded from gene 16. 


1517 


99 


696 


AF191838 


Homo sapiens 


TANK binding kinase TBK1 


1242 


98 


697 


Y02693 


Homo sapiens 


Human secreted protein encoded by gene 44 
clone HTDAD22. 


275 


75 


698 


Y87280 


Homo sapiens 


Human signal peptide containing protein HSPP- 
.57 SEQ ID NO;57. 


576 


90 


699 


Y97999 


Homo sapiens 


Human SCAD femily molecule HSFM-1, SEQ 
EDNO:L 


729 


99 


700 


AJ006701 


Homo sapiens 


putative serine/threonine protein kinase 


610 


79 


701 


AF209198 


Homo sapiens 


zinc finger protein 277 


2357 


100 


702 


AJ298841 


Mus 

musculus 


torsinA protein 


709 


45 


703 


AK021729 


Homo sapiens 


unnamed protein product 


622 


98 


704 

* 


Z46787 


Caenorhabditi 
s elegans 


similar to Giutaredoxin, Zinc finger, C3HC4 
type (RING finger) 


920 


51 


705 


G02882 


Homo sapiens 


Human secreted protein, SEQ ED NO: 6963. 


589 


98 
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SEQ 

ID 

NO: 


Accession 
No. 


Species 


Description 


Smith- 
Waterman 
Score 


% 

Identity 


900 


P60657 


Homo sapiens 


Sequence of human lipocortin. 


1835 


100 


901 


M27288 


Homo sapiens 


oncostatin M 


1297 


99 


902 


W85737 


Homo sapiens 


Polypeptide with transmembrane domain. 


749 


100 


903 


G01349 


Homo sapiens 


Human secreted protein, SEQ ID NO: 5430. • 


650 


99 


904 


Y00261 


Homo sapiens 


Human secreted protein encoded by gene 4. 


1133 


99 


905 


AF039688 


Homo sapiens 


antigen NY-CO-3 


771 


99 


906 


AB007836 


Homo sapiens 

r 


Hic-5 


2544 


100 


907 


AB017507 


Homo sapiens 


Apgl2 


224 


100 


908 


AK000056 


Homo sapiens 


unnamed protein product 


1537 


98 


909 


Y86299 


Homo sapiens 


Human secreted protein HFOXB55, SEQ ID 
NO:214. 


427 


100 


,910 


AF231023 


Homo sapiens 


protocadherin Flamingo 1 


7393 


99 


911 


Y14134 


Homo sapiens 


Vascular endothelial cell growth inhibitor beta 
protein sequence. 


1319 


100 


912 


Z90420 


Homo sapiens 


Human GDF-3 (hGDF-3) polypeptide encoding 
cDNA 


1950 


100 


913 


Y 19757 


Homo sapiens 


SEQ ID NO 475 firom W09922243. 


1361 


100 


914 


G03172 


Homo sapiens 

* 


Human secreted protein, SEQ ID NO: 7253. 


112 


48 


915 


U14971 


Homo sapiens 


ribosomal protein S9 


886 


90 


916 


AF172854 


Homo sapiens 


cardiotrophin-iike cytokine CLC 


1204 


99 


on 




UT/vmr* conion c 


F22162_l 


A. J> 


■\ r\r\ 1 

1VV 


918 


AF166350 


Homo sapiens 


ST7 protein 


4711 


99 


919 


Y87285 


Homo sapiens 


Human signal peptide containing protein HSPP- 
62 SEQ ID NO:62. 


430 


100 


920 


Y36131 


Homo sapiens 


Human secreted protein #3. 

* 


465 


88 


921 


AF193766 


Homo sapiens 


cytokine-like protein C17 


724 


100 


922 


Y95013 


Homo sapiens 


Human secreted protein vc48_l, SEQ ID NO:66. 


357 


100 


923 


X75208 


Homo sapiens 


protein tyrosine kinase-receptor 


5256 


100 


924 


Y96202 


Homo sapiens 


IkappaB kinase (IKK) binding protein, Y2H56. 


813 


98 


925 


AB039886 


Homo sapiens 


down-regulated in gastric cancer 


785 


78 


926 


G03368 


Homo sapiens 


Human secreted protein, SEQ ID NO: 7449. 


55 


50 


927 


Y48606 


Homo sapiens 


Human breast tumour-associated protein 67. 


539 


100 


928 


Y36151 


Homo sapiens 


Human secreted protein #23. 


668 


100 


929 


AF110399 


Homo sapiens 


elongation factor Ts 


1666 


100 


930 


AF210317 


Homo sapiens 


facilitative glucose transporter family member 
GLUT9 


2763 


99 


931 


Y73328 


Homo sapiens 


HTRM clone 082843 protein sequence. 


931 


100 


932 


G01959 


Homo sapiens 


Human secreted protein, SEQ ID NO: 6040. 


274 


100 


933 


U47924 


Homo sapiens 


B-cell receptor associated protein 


1469 


100 


934 


G03827 


Homo sapiens 


Human secreted protein, SEQ ID NO: 7908. 


529 


93 


935 


AB039371 


Homo sapiens 


mitochondrial ABC transporter 3 


196 


63 


936 


X56385 


Canis 
familiaris 


rab8 


1064 


100 


937 


B08906 


Homo sapiens 


Human secreted protein sequence encoded by 
gene 16 SEQ ID NO:63. 


117 


4^ 


938 


M13692 


Homo sapiens 


alpha- 1 acid glycoprotein precursor 


1064 


99 


939 


Y53886 


Homo sapiens 


A suppressor of cytokine signalling protein 
designated HSCOP-6. 


515 


42 


940 


Y16630 


Homo sapiens 


Human Putative Adrenomedullin Receptor 
(PAR). 


1904 


99 


941 


AC005102 


Homo sapiens 


small inducible cytokine subfamily A member 
24 


627 


99 


942 


M12886 


Homo sapiens 


T-cell receptor beta chain 


1289 


81 


943 


AF226046 


Homo sapiens 


GK003 


1049 


98 


944 


Y36078 


Homo sapiens 


Extended human secreted protein sequence, SEQ 
ID NO. 463. 


667 


100 


945 


M22877 


Homo sapiens 


cytochrome c 


565 


100 


946 


W67869 


Homo sapiens 


Human secreted protein encoded by gene 63 
clone HHGDB72. 


551 


93 


947 


W67859 


Homo sapiens 


Human secreted protein encoded by gene 53 
clone HBMCL41. 


283 


100 


948 


W85726 


Homo sapiens 


Novel protein (Clone BG33J7). 


789 


100 


949 


AJ242015 


Homo sapiens 


eMDC II protein 


4236 


100 


950 


G04075 


Homo sapiens 


Human secreted protein, SEQ ID NO: 8156. 


567 


99 



124 
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SEQ 

ID 

NO: 


Accession 
No. 


Species 


Description 


Smith- 
Waterman 
Score 


% 

Identity 


1051 


W78324 


Homo sapiens 


Fragment of human secreted protein encoded by 
gene 81. 


1318 


98 


1052 


Y21851 


Homo sapiens 


Human signal peptide-contianing protein (SIGP) 
(clone ID 2328134), 


1643 


95 


1053 


AL163815 


Arabldopsls 
thaliana 


putative protein 


661 


62 


1054 


V76200 


Homo sapiens 


Human secreted protein encoded by gene 77. 


262 


100 


1055 


AJ276567 


Homo sapiens 


TClO-lttoeRho GTPase 


1160 


100 


1056 


Y27620 


Homo sapiens 


Human secreted protein encoded by gene No. 54. 


154 


96 


1057 


D14530 


Homo sapiens 


ribosomal protein 


745 


100 


1058 


AF 132000 


Homo sapiens 


TADA1 protein 


1132 


100 


1059 

• 


AL031778 


Homo salens 


dJ34B2I , I (novel BZRP (benzodiazepine 
receptor (peripheral) (MBR, PBR, PBKS, IBP, 
Isoquinoline-binding protein)) LIKE protein) 


920 


100 


1060 


AF227135 


Homo sapiens 


candidate taste receptor T2R9 


1*4 


33 


1061 ' 


Y27575 


Homo sapiens 


Human secreted protein encoded by gene No. 9. 


1392 


100 


1062 


Z11697 


Homo sapiens 


HB15 


1088 


100 


1063 


AF123757 


Homo sapiens 


putative transmembrane protein 


819 


106 


1664 


A¥l55l3$ 


Homo sapiens 


novel retinal pigment epithelial cell protein 


2932 


99 


1065 


Y4 16*74 


Homo sapiens 


Human channel-related molecule HCRM-2. 


936 


99 


1066 


AJ250042 


Homo sapiens 


Rab5 ODP/OTP exchange factor homoioguc 


2575 


100 


1067 

• 




Homo sapiens 

* 


Extended human secreted protein sequence, SEQ 
ED NO. 472. 


770 


85 


1068 


Y94959 


Homo sapiens 


Human secreted proLem clone mc300_l protein 
sequence SEQ ID NO: 124. " 


301 


100 


1069 




Hosno sspisns 


Human secreted protein clone mc300 I protein 
sequence SEQ ID NO: 134. ^ 


3Q1 


I inn 1 


1070 


W64535 


Homo sapiens 


Human leukocyte cell clone HP00804 protein. 


2(JU 


9$ 


1071 


X03145 


Homo sapiens 


pot. ORF HI 


14S 


50 


1072 


AL031177 


Homo sapiens 


dJ889M15.3 (novel protein) 


821 


91 


1073 


mi*:**:* t^wgflf^ 


Homo sapiens 


gpStafSO 


249 


62 


1074 


G032*3 


Homo sapiens 


Human secreted protein, SEQ ID NO: 7294. 


99 


47 


1075 


Y36233 


Homo sapiens 


Human secreted protein encoded by gene 30. 


506 


55 


1076 


G03187 


Homo sapiens 


Human secreted protein, SEQ ID NO: 7268. 


424 


98 


1077 


L25S99 


Homo sapiens 


ribosomal protein L10 


332 


76 


1078 


Y91447 


Homo sapiens 


Human secreted protein sequence encoded by 
gene 48 SEQ ID NO: 168. 


898 


97 


1079 


001862 


Homo sapiens 


Human secreted protein, SEQ ID NO: 5943. 


290 


89 


1080 


AB039723 


Homo sapiens 


WNT receptor frizzIed-3 


1376 


92 


1081 


ABG20527 


Homo sapiens 


Na/P04 cotransporter homolog 


269 


100 


1082 


L13S02 


Homo sapiens 


ribosmal protein small subunlt 


499 


80 


1083 


W75098 


Homo sapiens 


Human secreted protein encoded by gene 42 
clone HSXB125. 


143 


81 


1084 


G03564 


Homo sapiens 


Human secreted protein, SEQ ID NO: 7645. 


83 


51 


1085 


G04063 


Homo sapiens 


Human secreted protein, SEQ ID NO: 8144. 


88 


43 


1086 


AFU9U942 


Homo sapiens 


FRO0657 


124 


64' 


1087 


Q00517 


Homo sapiens 


Human secreted protein, SEQ ID NO: 4598. 


129 


41 


1088 


G04091 


Homo sapiens 


Human secreted protein, SEQ ID NO: 8172. 


126 


36* 


1089 


AF 140631 


Homo sapiens 


G-protein coupled receptor 14 




& 


1090 


G64te3 


Homo sapiens 


Human secreted protein, SEQ ID NO: 8144. 


114 


32 


1091 


S72304 


Mussp. 


LMW O-protein 


146 


83 


1092 


W88708 


Homo sapiens 


Secreted protein encoded by gene 175 clone 
HEMAM41.. 


405 


100 


1093 


W856I2 


Homo sapiens 


Secreted protein clone ml23_5. 


4358 


9* 


1094 


Y53012 


Homo sapiens 


Human secreted protein clone pm514_4 protein 
sequence SEQ JD NO:30. " 


1013 


99 


1095 


Y92345 


Homo sapiens 


Human cancer associated antigen precursor from 
clone NY-RJ6N-62. 


409 


100 


i<&6 


AF090942 


Homo sapiens 


PRO0657 


147 


60 


1097 


L24521 


Homo sapiens 


transform ati on-related protein 


166 


58 


1098 


X56932 


Homo sapiens 


23 kD highly basic protein 


490 


70 


1099 


Q04063 


Homo sapiens 


Human secreted protein, SEQ ID NO: 8144. 


83 


35 


1100 


Y02693 


Homo sapiens 


Human secreted protein encoded by gene 44 
clone HTDAD22. 


149 


59 
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SEQID 
NO: of 

UUvl 

eotide 
seq- 

Uvllvv 


SEQID 
NO: of 

*n entitle 
seq- 
uence 


Met 
hod 


SEQ 
ID NO: 
in 

111 

USSN 

09/496 

914 

* 


Predicted 

beginning 

nucleotide 

location 
correspond! 
no to first 
amino acid 
residue of 
oeotide 
sequence 


Predicted end 
nucleotide 
location 
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VTLRVTGESHIGGVLLKIVEQINRKQDWSDH 

AIWWEQKRQWLLQTHWTLDKYGILADARLF 

FGPQHRPVILRLPNRRALRLX* 


658 


2008 


A 


5017 


1 


292 


FFFFKETESHSVTQAGVQWHDLGSLQPPPPGF 
KRF SCLSLLSS WD YRC APPHP ANFVFLVETGF 
HHVAQAGLKLLTL* SANLGLSTSLPIPLFILLS 




9f)0Q 

&UU7 


A 
i\ 


5018 


X f 


338 


RGHGGKSLTGGTPGNWGDGLLVSEDWSHLIF 
T+NSLVSPVLGKWSPCLQGPGLSAVHTWPWL 
MAACWAVHVKTHMRPGLAVLPRLVLNSWS 
♦AIILLWPPKALGLQA 


DvU 


ZUlv 


A 






310 


SRVDDFVGERRGrGCDECLCGHRGLRAVPLG 
HPGHLCLQPPGGPA*FLDYCRGCCPHPVPGST 
AGSCPRQKKTTPGPTVLCVCSFWIYQRGEPH 
HRTGARWNH 


*r S ■* 
UU1 


«/i ■* ■• 


A 




752 


*K31 


RQSCSSTl^AK WFH Y Ui'LQSQPPGJLKQSSQ 
LSLPNSRDHRHVPPRLAIFSFAETGSPYFAQAS 
LELLGSSHPPTSASQS AR1TG VSHRA WPLK* F 
NT NOYOTT TMN 


662 


2012 


A 


5054 


48 


103 


ELNNGPFQMPLCNGGNLAVTGSWADRSPLH 
EAASQGRLLAJLRTLLSQGYNVNAVTLDHVTP 
LHEACLGDHVACARTLLEAGANVNAITIDGV 
TPT FMAP^OfWPSC'AFT 1 T FYfiAOAOl P^PT P 

SPTHEGASKGHHECLDILISWGIDVDQEIPHSG 

TPLYVACMAQQFHCIWNLIYAGAGVRKGKY 

WDTPLPGAGHQSTQKLE+LFAMVEIWQ 


663 


2013 


A 


5066 


951 


580 


VRNS* SFAHCAS VYKHH YMDGQTPCLFVS SK 
ADLPEGVAVSGPSPAEFCRKHRLPAPVPFSCA 
OPAFPSTTI F1 T)LATM AAFPHLVHAELHPS^IF 

WLRGLLGWGAAVAAVLSFSLYRVLVKSQ 


664 


2014 


A 


5071 


550 


1 


lsfee vl smeq vnktv vref v ylgf ssl arlq 

qllfviflllylftlgtnaiiistivldralhtp 

myfflajdlscseicytfviwkjvilvdllsqkk: 

tisflgcaiqmfsflffgsshsfllaamgydr 

ymaicnplrysvlmghgvcmglmaaawac 

gftvslvttslvfhlpfhssnqhe 


OOJ 


ZUlJ 


A 


DU/ £ r 


9-yo 




N£*v<J X XXI X VJO.Zi.VJ A XX LfVilVy V VJXXuJX X X T X X X X OvJUVJ 

PL*IQRGLPSFNSLEGHSLKDSGHEESVQLDSE 

HDVORSLYCDTAVNDVLOTSVTSMGSOMPD 

HDQNEGmCREECl^GHSDRCWIVjTRNPMPI 

RSKSPEHVRNI1ALSIEATAADVEAYDDCGPT 

KJ^TFATFGKDVSDHPAEERPTLKGKRTVDVT 

ICSPKVNSVIREAGNGCEAISPVTSPLHLKSSL 

PTKPSVSYEIVDPGITARRC 


666 


2016 


A 


5080 


408 


248 


IMLLSTSS*VYFQSSTKDSHFFLFDFQKTGPPL 
VGPKAQLSGLQLQPCLYKRR 


667 


2017 


A 


5081 


129 


247 


DLTNSHFFLFDFQKTGPPLGGPKAQFSSLQLQ 
PCVY*RR 


668 


2018 


A 


5086 


852 


233 


NIXSNDRWVQIKTAYKYFF*KNGDNYNWVF 

RALPTTFADIENLKYLLFITOASQPFYLGHTV 

IFGDIJEYVTVEGG1VLSRELMKRLNRLLDNSE 

TCADQSVIWKLSEDKOLAICLKYAGVHAENA 

EDYEGRDVFNTKPIAQLIEEALSNNPQQVVEG 

CCSDMAITFNGLTPQKJVEEVIVi^ 

GHYFNDTL VFLPP VG SEND 


669 


2019 


A 


5101 


1 


329 

* 


PGRPTRPPLLTLLAHVSPEPAGPSCDSLAQPG 
ASGV*VQHDSHPPLLCGSQCLSEPVPGSHGPP 
RGCQHEAAPCPRGPGSDGLHHASAACASLPP 
SPILPVLLPELGPL 


| 670 | 2020 


A 


5102 


3 


547 


DAWGNRCAVGAAPRLIHLHLCCTPADPSRKP 



223 



WO 01/57188 



PCT/US01/03800 



SEQID 
NO: of 
nucl- 
eotide 
seq- 
uence 


SEQID 
NO: of 

pcpuuc 

seq- 
uence 


Met 
hod 


SEQ 

ID NO: 
• 

tit 
hi 

USSN 
09/496 
914 


Predicted 
beginning 

11UC1CU uuc 

location 
correspondi 
ng to first 

CUUUIV) uUlu 

residue of 

peptide 

sequence 


Predicted end 
nucleotide 

corresponding 
to last amino 
acid residue 

<vf nerttirle 

sequence 


Amino acid sequence (A=Alanine 0=Cysteine, 
D=Aspartic Acid, E=Glutamic Acid, 
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/=possible nucleotide deletion, V^^ssible 
nucleotide insertion 














PKELVRKPYVLNDLEAEASLPEKKGNTLSRD 
T IDY V R YM VF>JHCrFn YTC AMTA ft DFKM V YOF> 

TPKQIRSK1NVTKM YP AEWQDFLD SLQKJRK 
MEVE 


932 


2282 


A 


8011 


412 


1 


SNLCLGNSWRWRWAKSRHHCIFIVTLSKRSG 

DIRGSHFSSPQRQRSQRVPGKETARVXRAGK 

QGRGQIP1PCPWPPPPPPPPPGSPGPGCRQFHQ 

SIJBAKARHPASVTIEMRGKVKMRRALRRAPA 

STRASSRQPNPK 


933 


2283 


A 


8012 


147 


1077 


PPWPASRSDMAQNLKDLAGRLPAGPRGMGT 
AIJCLLXGAGAVAYGVRESVITV^GGHRAIFF 

XTDT/T./"2\/f\r\rVTTT AtfPT TTDT> TOTTrPrf^VTDTT'VT'VTt* A 

NKIOO VQQJJ 1 II^AiiOJJbU^KlP WJrQ YJrli YUIKA 

lU'RKISSPTGSKDLQMVNISLRVLSRPNAQEL 

PSNlYQRLGLDYEERvXPSIVNEVXKSVVAKF 

NASQLITQRAQVSLLIRRELTERAKDFSL1LDD 

VAITEL SFSRE YTAA VEAKQ VAQQEAQRAQF 

LVEKAKQEQRQKWQAEGEAEAAKMLGEAL 

SKNPGYIKLRKIRAAQMSKT7ATSQNRIYLTA 

DNLVLKLQDESFTRGSDSLIKGKK 


934 • 


2284 


A 


8023 


off 
255 . 


982 


SQFSLSQVLVDSAEEGSLAAAAELAAQKREQ 

RLRKFRELHLMRNEARK^ 

KLPANWEAKJCARLEWELKEEEKO 

±iU Y xiK. V KJULblo AxiDAxiK W JbRKJKJKJRJtNPDLG 

FSDYAAAQLRQYHRiTKQIKJ^DMETYERLRE 

KHGEEFFPTSNSLLHGTHVPSTEEIDRMVIDJLE 

KQIEKRDKYSRRRPYNDDAD1DYINERNAKF 

NKKAERFYGKYTAEIKQNLERGTAV 


935 


2285 


A 


8027 


59 


310 


LVSSTWLLTEKAPWNSI^WTWSYVFLKFL 
QGGGTGSTGMRDSALTLLGIGPSHRHSLSERL 

onuc cd a m yrvcnTTLiir \rv n. 




ZZoO 


A 




I 


A.'XQ 


oOKJfcCJN iMAxv 1 Y xJ Y Lr ISJjljljivjL/oij V v_rrv ILYL 

FRPSEDAFNSTFISTIGiT>FKIRTKLDGKiUKLQ 

I WDTAGQERFRl 11U AYYRGAMGjMLVYDIT 

NEKSTONlRNWIRNffiExiASADVEK^ 

DV1^KRQVSK£RGEKLALDYGIKFMETSAK 

ANlT>rVWAFFTLARDlXAKMDK^ 

SNQGVKITPDQQKRSSFFRCVLL 






A 


OUj7 




J 1 l 




938 


2288 


A 


8052 


675 


•1334 


LHPAATSTAWLHWPGLSMALSWVLTVXSLL 

PLI^AQIPLCANLWWITNATLDRITGKWFYI 

ASAFRNEEYNKSVQEIQATFFYFIPNKTEDTIF 

LREYQTRQDQCIYKTTYLNVQRENGTISRYV 

GGQEHFAHLLILRDTKTYMLAFDV>TOEKNW 

GLSVYADKPETTKEQLGEFYEALDCXJUPKSD 

VVYTDWKXDKCFJPLEKQHEKFJRKQEEGES 


939 


2289 


A 


8055 


12 


1039 


SSVAEFPERVQLSQPQNWNFSGAGGAWSLDF 
AEQLKWSAELARLGFJ3IMDGKQGGMDGSKP 
AGPRDFPGIRLLSNPLMGDAVSDWSPMHEAA 
IHGHQLSLRNLISQGWAVNnTADHVSPLHEA 
pf aCrVn RPVK"n T if uo a ownvT a nwrrrpT 

i^i^vjvjrrii^ov^ v xsjj-i.i. livnyr/w^ v in vj V X r\XJ Wxl l stl^ 

FNAWSGSWDCAOnXIXQHGASVQPESDLASP 

IHEAARRGHVTSCVTn'SLIAYGGN 

PLYLACTNQQRACATKKLLESGADVNQGKGQ 

DSPLHAVARTASEELACLLMDFGADTQAKN 

AEGKRPVELWPESPLAQLFLEREGPPSLMQL 

CRLPJRJCCF GIQQHHKITKLVLPEDLKQFLLH 

L 


940 


2290 


A 


8058 


2 


1203 


KVXSIRI^AHSTARICASEPSQPSQPSQPGGHLI 
ARiRTMDIJHLFDYSEPGNFSDISWPCNSSDCI 
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CY S IHQMAQMGVGEGKSIGE WVLGPNTV\AQ 
GV*KNl^\LJFDEWuNSLGLVYVSM\DNPSGSIA 
RFPKKLCRVLPLVSADTAGLTGP 


1073 


2423 


A 


8879 


146 


412 


DFSV* GD VDIEVTCPICLQLLTEPLSLNCGLRL 
*QVOTA*IKESVnSGG*SSSPVCHTTFQPANL 
RTSRYLPT*SIKSLGPDEPQEG 


1074 


2424 


A 


8884 


67 


435 


HLQGRSIRTLQLTGENEKj^ 
KEISFGDYICHTFQGDCWADRSPLHEAAAHG 
RIXALKTLIAQGVNVNLWT17DRYSSLHEACL 
♦GPVACAKPYWKMVPRHGGTVTGPPLLMV 


1075 


2425 


A 


8896 


1294 


248 


RSGDRNGLTHQLGGLSQGSRNQSYRSRSRSR 

SRERPSAPRGIPFASASSSVYYGSYSRPYGSDK 

PWPSLLDKEREESLRQKRLSERERIGELGAPE 

VWGLSPKNPEPt>SDEHTPVEDEEPKKSTTSAS 

TSEEEKKKKSSRSKERSKKRKKKKSSKKKHK 

KYSEPSDSDSDSETDSSDBDNKRRAKKAKKK 

EKKKXHRSKKYKXKRSKKSRKESSDSSSKES 

OEEFLENPWKDRTKAEEPSDLIGPEAPKTLTS 

QDDKPLNYGHALLPGEGAAMAEYVKAGKRI 

PRRGEIGLTR*RNCHHLNAQ VM* * WSRHRR 

MEAVRTAKREPESTVLMRREPLHPFNPRRET 
KERE 


1076 


2426 


A 


8899 


146 


789 


GRSTEAEKEPAFDERTGKGRRJLPRAGEFHG*E 

*APGPGPRSFQVSRKMPEE\PPGARKHPFSGKS 

FYIJ>1PAGKNLQFLTGAIQQLGGV1EGFLSKE 

VSYIVSSRREVKAESSGKSHRGCPSPSPSEVR 

V b"l^ AMVDPKGSHPRPSRKP VDS YPLSRGKE 

LLQKAIRNQK* *CTVQQLSHCRLY\GEKTTAK 

RSQREHVQQQSQEHGKWPDLKGPR 


1077 


2427 


A 


8901 


352 


3 


AKJGAYKYIQELWRKKQSDVMHFLJLRVRCW 
QYPALHRAGTEWQLSALHRAPRSTQPDKAC 
RIX3YKAKQGYHYRICVRRQGWKCPVPKAVT 
\YGKPVHHGVN*LKFAQSLQSVAEEQ 


1078 


2428 


A 


8905 


536 


781 


ACPAENREVPEMAAGQAPHAGPGAGPGQPA 
PALPFAATPGSRGQALCRGGRRRQHLHGPLH 
RP* QAAPALHAGCQLAPHPPT 


1 01$ 


2429 


A 


8912 


121 


376 - 


NLIWKI^VTERRLVILDNYDLASE/YEANKYI 
CNRnQFKPGQDKYFTLGIJTXJSTPL+CYPKLI 
EYNKNGHLSFKYVK.TFSMDEY 


1080 


2430 


A 


8920 


381 


1788 


SSESPSDPGRMAMTWIVFSLWPLTVFMGHIG 

GHSLFSCEPniJtMCQDLPYNllVMPNLLNHY 

DQQTAALAMEPFHPMVNI^CSRDFRPFLCAL 

YAPICMEYGRVTLPCRRI^CQRAYSECSKLME 

MFGWWPEDMECSRFPDCDEFYPRJLVDUNLA 

GEPTEGAPVAVQRDYGFWCPRELKtDPDLGY 

SFLHVRDCSPPCPNMYFRREELSFARYFIGL1S 

nCLSATLFTFVTFLmVTRFRYPERPIKCYAV 

WHMMVSLimiGFLLEDRVACNA^lPAQYKA 

STVTQGSHNKA.CIMLFMILYFFTMAGSVWW 

VILTITWFlJ^AVFKWGSEAJEK^ 

WGIPGTLTIILLAMNKJEGDNISGVCFVGLYD 

VDALRYF\n^APLCLYWVGVSLLLAGIISLNR 

i/nn?mi avcxt/^ty^t l/pn/mf/^iretJii vt \tt\t t 
ViuEiFij*KENQjJlU-f VKJ* MIKIG VFSIL Yl* VPIX 

WIGC YFYEQ A YRGI WJBTTWIQERC 


1081 


2431 


A 


8922 


56 


420 


EERTKMSTGPDVKATVGDISSDGNLNVAQEE 
CSRKGIVDEFFPLLSN*CIWTQPQGYPQSSYG 
TLANFVKCSVRHQLALILQIX^FSryTXNMN 
LSIAJFAMVNNTAPPSQFNASTERPST 


1G82 


2432 


A 


8923 


355 


1079 


PFGTPSSTMAVVKNKCXMKGGKKGVKKKVY 
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